™1
hASICla MELKAEEEEVGGVQPVSIQAFASSSTLHGLAHIFSYERLSLKRALWALCFLGSLAVLLCV
mASICla MELKTEEEEVGGVQPVSIQAFASSSTLHGLAHIFSYERLSLKRALWALCFLGSLAVLLCV

70

|
hASICla CTERVQYYFHYHHVTKLDEVAASQLTFPAVTLCNLNEFRFSQVSKNDLYHAGELLALLNN
mASICla CTERVQYYFCYHHVTKLDEVAASQLTFPAVTLCNLNEFRFSQVSKNDLYHAGELLALLNN

hASICla RYEIPDTQMADEKQLE I LQDKANFRSFKPKPFNMREFYDRAGHD IRDMLLSCHFRGEVCS
mASICla RYEIPDTQMADEKQLE I LQDKANFRSFKPKPFNMREFYDRAGHD IRDMLLSCHFRGEACS

hASICla AEDFKVVFTRYGKCYTFNSGRDGRPRLKTMKGGTGNGLE IMLD IQQDEYLPVWGETDETS
mASICla AEDFKVVFTRYGKCYTFNSGQDGRPRLKTMKGGTGNGLE IMLDIQQDEYLPVWGETDETS

285

|
hASICla FEAGIKVQIHSQDEPPF IDQLGFGVAPGFQTFVACQEQRL1YLPPPWGTCKAVTMDSDLD
mASICla FEAGIKVQIHSQDEPPFIDQLGFGVAPGFQTFVSCQEQRLIYLPSPWGTCNAVTMDS--D

hASICla FFDSYSITACRIDCETRYLVENCNCRMVHMPGDAPYCTPEQYKECADPALDFLVEKDQEY
mASICla FFDSYSITACRIDCETRYLVENCNCRMVHMPGDAPYCTPEQYKECADPALDFLVEKDQEY

hASICla CVCEMPCNLTRYGKELSMVKIPSKASAKYLAKKFNKSEQY IGENILVLDIFFEVLNYETI
mASICla CVCEMPCNLTRYGKELSMVKIPSKASAKYLAKKFNKSEQY IGENILVLDIFFEVLNYETI

T™M2
hASICla EQKKAYEIAGLLGD I1GGQMGLFIGASILTVLELFDYAYEV I KHKLCRRGKCQKEAKRSSA
mASICla EQKKAYEIAGLLGD IGGQMGLFIGASILTVLELFDYAYEV I KHRLCRRGKCQKEAKRNSA

hASICla DKGVALSLDDVKRHNPCESLRGHPAGMTYAANILPHHPARGTFEDFTC
mASICla DKGVALSLDDVKRHNPCESLRGHPAGMTYAANILPHHPARGTFEDFTC

Supplemental Figure 1. Alignment of human and mouse ASIC1a protein sequences.
Gray regions indicate the first and second transmembrane region (TM1 and TM2, respectively). The two
key positions, 70 and 285, are highlighted in yellow.



